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IN THE UNITED STATES PATENT AND TRADEMARK OFFICE 



Application No: 09/972,268 

Applicants: Peter R. Baum, William C. Fanslow HI, Timothy E. Lofton, 
Eric A. Sorensen, and Adel Youakim 

Filed: October 5, 2001 

Title: NECTIN POLYPEPTIDES 

TC/ArtUnit: 1644 

Examiner: Maher M. Haddad 

Docket No.: 3101-A 



Commissioner for Patents 
P.O. Box 1450 
Alexandria, VA 22313-1450 

DECLARATION UNDER 37 C.F.R. § 1.131 

We, Peter R. Baum, William C. Fanslow m, Timothy E. Lofton, Erie A. Sorensen, 
and Adel Youakim, the undersigned, hereby declare that: 

1. This Declaration is made by the inventors of the above-captioned patent 
application in order to establish a date of invention in the United States prior to April 1, 2000. 

2. Prior to April 1, 2000, a DNA clone that encodes human nectin-3 polypeptide 
(also called "B7L4" polypeptide) had been isolated and its sequence determined in the United 
States by inventors named in the subject application, as evidenced by the Exhibits A and B 
enclosed herewith. The works described in Exhibits A and B were completed in this country 
prior to April 1,2000. 

3. Exhibit A is a copy of a page from one of the laboratory notebooks of Eric A. 
Sorensen, written in his handwriting, describing a restriction enzyme digest of an isolated 
lambda phage clone called "HuB7L4 1 1-1". All dates on the copy have been redacted. 
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4. Exhibit B (eight pages) is a copy of a computer printout that is incorporated 
into one of the laboratory notebooks of Eric A. Sorensen, showing the results of the 
sequencing of the HuB7L4 11-1 clone insert that was performed at the direction of Eric A. 
Sorensen. The amino acid sequence shown below the corresponding nucleotide sequences is 
that of human nectin-3 as presented in SEQ ID NO:2 of the above-captioned application (and 
is identical to amino acids 8 through 549 of SEQ ID NOs 4 and 6). The first page of Exhibit 
B indicates the location of a predicted signal sequence cleavage site, and the fourth page of 
Exhibit B indicates the location of the start of the transmembrane domain. All dates on the 
copy have been redacted. 

5. Therefore, on a date prior to April 1, 2000, the inventors of the above- 
captioned application had determined the amino acid sequence of a human nectin-3 
polypeptide including the extracellular domain of a mature form of human nectin-3. 



6. As a person signing below: I hereby declare that all statements made herein of 
my own knowledge are true and that all statements made on information and belief are 
believed to be true; and further that these statements were made with the knowledge that 
willful false statements and the like so made are punishable by fine or imprisonment, or both, 
under Section 1001 of Title 18 of the United States Code, and that such willful false 
statements may jeopardize the validity of the application or any patent issued thereon. 
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Vitnessed & Understood by me, 




Date 



Invented by ^ ^ 



Recorded fey, - 



Date 



EXHIBIT B 



3101-A 




(Linear) (MinSite=6) MAP of: hub714 -11 . seq check: 8088 from: 1 to: 3187 

HuB7L4 #11 from KB library clone #11-1. Phage DNA: NOT CONFIRMED 
sr6S27 R. Sorensen 

/bertles j /sorensen/sr6527/hub7l4-ll . seq 
813 9, 8140, DPC#9117 -20, 12233-34, 1275 9-60, 12801 
HUB7L4-11 
With 164 enzymes: * 

MspAlI 
BsiEI 
Eael | 
Bag I j 
Apol Gdill j 

EcoRI Not I | | MspAl I Bpml 

3 4 3 56 - - >SalI -GCGGGCATGGCCCGGACCCCCGGCCC - _ 

V-D -AGMARTPGP 34053 -> 

CAAAAGAATTCGCGGCCGCTGTCCCCGCTGTGTCCTGGAGGCGGCAAAGCACAACTTTCC 
1 + + + + + + 60 

GTTTTCTTAAGCGCCGGCGACAGGGGCGACACAGGACCTCCGCCGTTTCGTGTTGAAAGG 
a SPLCPGGGKAQLS- 

BsaXI 

Banll Hin4I j 

Bspl286I PstI BsaHI | | 

BseRI Hin4I | Sfcl | BpH | j | MspAlI 

I I I i I I I II 1 

TCCGCTTCTCTCCTCGGAGCCGGGCTCCTGCTGCAGCCCCCGACGCCACCTCCGCTGCTG 
61 + + + + +. + 120 

AGGCGAAGAGAGGAGCCTCGGCCCGAGGACGACGTCGGGGGCTGCGGTGGAGGCGACGAC 
3 SASLLGAGLLLQPPTPPPLL 

MspAlI 
Earl | 

Sapl j Earl BpulOI 

Bpml j j Sapl AlwNI Banl j BspGI 

II I (Agel) 

34359 --> ACCGGT-AGGCTCTGTGGTGCCTTAGCTGG 33684 -> 
CTGCTGCTCTTCCCGCTGCTGCTCTTCTCCAGGCTCTGTGGTGCCTTAGCTGGACCAATT 

121 + + + + + + 180 

GACGACGAGAAGGGCGACGACGAGAAGAGGTCCGAGACACCACGGAATCGACCTGGTTAA 

<r 34032 (API rev) 
a LLLFPLLLFSRLCGALAGPI 
Predicted signal seq. Cleavage 
Nspl 
AflHI | 

BspLUllI j MslI 

I I I 

ATTGTGGAGCCACATGTCACAGCAGTATGGGGAAAGAATGTTTCATTAAAGTGTTTAATT 
181 + + + + + + 240 



T;\ 5" p f 



TAACACCTCGGTGTACAGTGTCGTCATACCCCTTTCTTACAAAGTAATTTCACAAATTAA 

<r 34054 

IVE PHVTAVWGKNVS LKCL I 



33686 

G AAGT AAATGAAA CCAT AACACAGATTT CATGGGAG AAG AT AC ATGG CAAAAG TT C AC AG 

241 + + + + + + 300 

CTTCATTTACTTTGGTATTGTGTCTAAAGTACCCTCTTCTATGTACCGTTTTCAAGTGTC 
EVNETITQISWEKIHGKSSQ 

Xcml Alol Earl 

l l l 

AC TGTTGC AGTTC ACCATCCCC AATATGGATTC TCTGTTCAAGGAGAATATC AGGGAAG A 

301 + + + + + + 360 

TGACAACGTCAAGTGGTAGGGGTTATACCTAAGAGACAAGTTCCTCTTATAGTCCCTTCT 
<r 33685 

TVAVHHPQYGFSVQGEYQGR 

Dral 
I 

GTCTTGTTTAAAAATTACTCACTTAATGATGCAACAATTACTCTGCATAACATAGGATTC 

361 + + + + + + 420 

CAGAACAAATTTTTAATGAGTGAATTACTACGTTGTTAATGAGACGTATTGTATCCTAAG 
VL FKNYSLNDATITLHNIGF 

Bmrl 

TCTGATTCTGGAAAATACATCTGCAAAGCTGTTACATTCCCGCTTGGAAATGCCCAGTCC 

421 + + + + + + 480 

AGACTAAGACCTTTTATGTAGACGTTTCGACAATGTAAGGGCGAACCTTTACGGGTCAGG 

<- 33687 

SDSGKYI CKAVTFPLGNAQS 

TCTACAACTGTAACTGTGTTAGTTGAACCCACTGTGAGCCTGATAAAAGGGCCAGATTCT 

481 + +- + + + + 540 

AGATGTTGACATTGACACAATCAACTTGGGTGACACTCGGACTATTTTCCCGGTCTAAGA 
STTVTVLVEPTVSL IKGPDS 

AlwNI 4$ 

j 32123 -> 

TTAATTGATGGAGGAAATGAAACAGTAGCAGCCATTTGCATCGCAGCCACTGGAAAACCC 

541 + + + + + + 600 

AATTAACT ACCTC CTTTACTTTGTCATCGTCGG T AAACGTAGCGTCGGTGAC CTTTTGGG 
LIDGGNETVAAICIAATGKP 

Bmrl 

32121 -> | 

GTTGCACATATTGACTGGGAAGGTGATCTTGGTGAAATGGAATCCACTACAACTTCTTTT 

601 + + + - -- + + + 660 

CAACGTGTATAACTGACCCTTCCACTAGAACCACTTTACCTTAGGTGATGTTGAAGAAAA 
<- 33688 

VAHIDWEGDLGEMESTTTSF 



TatI 
I 

CCAAATGAAACGGCAACGATTATCAGCCAGTACAAGCTATTTCCAACCAGATTTGCTAGA 

661 + + + + + + 720 

GGTTTACTTTGCCGTTGCTAATAGTCGGTCATGTTCGATAAAGGTTGGTCTAAACGATCT 
PNETATI ISQYKLFPTRFAR 

Mmel Bsbl Styl 

i I i 

GGAAGGCGAATTACTTGTGTTGTAAAACATCCAGCCTTGGAAAAGGACATCCGATACTCT 

721 + -- + + -- + ^--_^ + + 78O 

CCTTCCGCTTAATGAACACAACATTTTGTAGGTCGGAACCTTTTCCTGTAGGCTATGAGA 
<- 32122 

GRRITCVVKHPALEKD IRYS 

EC057I 
I 

TTC AT ATTAGACATACAGTATGC TC CTGAAGTTTCGGTAAC AGGATATGATG G AAATTGG 
781 + + + + + + 840 

AAGTATAATCTGTATGTCATACGAGGACTTCAAAGCCATTGTCCTATACTACCTTTAACC 
FILDIQYAPEVSVTGYDGNW 

BsaBI Mmel 

I I 
TTTGTAGGAAGAAAAGGTGTTAATCTCAAATGTAATGCTGATGCAAATCCACCACCCTTC 
84! + + + + + + goo 

AAACATCCTTCTTTTCCACAATTAGAGTTTACATTACGACTACGTTTAGGTGGTGGGAAG 
FVGRKGVNLKCNADANPPPF 

Eco57I 

BspMI Hael | 

I I I 

AAATCTGTGTGGAGCAGGTTGGATGGACAATGGCCTGATGGTTTATTGGCTTCAGACAAT 

901 + + + + + + 960 

TTTAGACACACCTCGTCCAACCTACCTGTTACCGGACTACCAAATAACCGAAGTCTGTTA 
KSVWSRLDGQWPDGLLASDN 

Earl 
I 

ACTCTTCATTTTGTCCATCCATTGACTTTCAATTATTCTGGTGTTTATATCTGTAAAGTG 
961 + + + + + + 1020 

TGAGAAGTAAAACAGGTAGGTAACTGAAAGTTAATAAGACCACAAATATAGACATTTCAC 
TLHFVHPLTFNYSGVY I CKV 

Styl DrdI BstYI Eco57I 

I I II 

AC CAATTCCCTTGGTC AAAG AAGTGACCAAAAAGT C ATCTAC ATTTCAG ATCCT C C T ACT 

1021 + + + + + + 1080 

TGGTTAAGGGAACCAGTTTCTTCACTGGTTTTTCAGTAGATGTAAAGTCTAGGAGGATGA 
TNSLGQRSDQKVIYISDPPT 



BstYI 
I 

ACTACCACCCTTCAGCCTACAATTCAGTGGCATCCCTCAACTGCTGACATCGAGGATCTA 
1081 + + + +_~_-^ + +. 1140 

TGATGGTGGGAAGTCGGATGTTAAGTCACCGTAGGGAGTTGACGACTGTAGCTCCTAGAT 
TTTLQPTIQWHPSTADIEDL 

Hindi 

I 

GCAACAGAACCTAAAAAATTGCCCTTCCCATTGTCAACTTTGGCAACAATTAAGGATGAC 

1141 + + + + + + 1200 

CGTTGTCTTGGATTTTTTAACGGGAAGGGTAACAGTTGAAACCGTTGTTAATTCCTACTG 
ATEPKKLPFPLSTLATI KDD 



Seal 

Taqll Banll Tat I | 

Muni BsrDI(Bgl2) Bspl286I Earl | | 

! I I I I I I 

ACAATTGCCACGATCATTGCTAGTGTAGTGGGTGGGGCTCTCTTCATAGTACTTGTAAGT 

1201 - + + + + + + 1260 

TGTTAACGGTGCTAGTAACGATCACATCACCCACCCCGAGAGAAGTATCATGAACATTCA 
TGTTAACGGTGC - TCTAGA <r 3 2 12 4 
Start Transmembrane A <--34357 

TIATIIASVVGGALFIVLVS 



Bsp24I 

Sspl Sf Cl | Bbsl Bsp24I 

I I I I I 

GTTTTGGCTGGAATATTCTGCTATAGGAGAAGACGGACGTTTCGTGGAGACTACTTTGCC 

1261 + + + + + + 1320 

C AAAAC CGACCTTATAAGACGATATC CTCTTCTGCC TGCAAAGCACCT CTGATGAAACGG 
VLAGI FCYRRRRTFRGDYFA 



AAGAACTAC ATTCC AC CAT CAGATATGC AAAAAGAATCAC AAATAGATGTTCTTC AAC AA 
1321 + + + + + + 1380 

TTCTTGATGTAAGGTGGTAGTCTATACGTTTTTCTTAGTGTTTATCTACAAGAAGTTGTT 
<r 32125 11 

KNYIPPSDMQKESQIDVLQQ 

GATGAGCTTGATTCTTACC CAGACAGTGTAAAAAAAGAAAACAAAAATCCAGTGAACAAT 

1381 + + + + + + 1440 

CTACTCGAACTAAGAATGGGTCTGTCACATTTTTTTCTTTTGTTTTTAGGTCACTTGTTA 
DELDSYPDSVKKENKNPVNN 



BsaAI Earl 
SnaBI Sapl 

I I 

CTAATACGTAAAGACTATTTAGAAGAGCCTGAAAAAACTCAGTGGAACAATGTAGAAAAT 

1441 + + + + + + 1500 

GATTATGCATTTCTGATAAATCTTCTCGGACTTTTTTGAGTCACCTTGTTACATCTTTTA 
LIRKDYLEEPEKTQWNNVEN 



Bglll 
BstYI 
I 

CTCAATAGGTTTGAAAGACCAATGGATTATTATGAAGATCTAAAAATGGGAATGAAGTTT 

1501 + + + + + + 1560 

GAGTTATCCAAACTTTCTGGTTACCTAATAATACTTCTAGATTTTTACCCTTACTTCAAA 
LNRFERPMDYYEDLKMGMKF 

MS II 
Nspl | 
AflHI | | 

MslI BspLUllI | j Drdll 

I IN I 

GTCAGTGATGAACATTATGATGAAAACGAAGATGACTTAGTTTCACATGTAGATGGTTCC 

1561 + + + + + + 1620 

CAGTCACTACTTGTAATACTACTTTTGCTTCTACTGAATCAAAGTGTACATCTACCAAGG 
VSDEHYDENEDDLVSHVDGS 

BsrGI 
Tat I 

(NotI) j 
GT AATTf CCAGGAGGGAGT GGTATGTTTAGC AACCACTGAATGTGACT TAACTATGT AC A 

1621 + + + + + + 1680 

CATTAAAGGTCCTCCCTCACCATACAAATCGTTGGTGACTTACACTGAATTGATACATGT 

<--34358 - CGCCGGCG 

VISRREWYV* <--36018 

Spel Bell Smll 

i I I 

ATGTTCATTCACACTAGTTGATCATTTTCAGATTGTTCATACTTTTTCTTGAGGAAGAAT 

1681 + + + + + + 1740 

TACAAGTAAGTGTGATCAACTAGTAAAAGTCTAACAAGTATGAAAAAGAACTCCTTCTTA 



Hindlll Bce83I Hindlll 
I I I 

AAGCTTTTTCAAGTTGATTTTCAAGCTTACTTTTTATATTCTAATCTGACAAATGAAAAT 

1741 + + + + + +. 1800 

TTCGAAAAAGTTCAACTAAAAGTTCGAATGAAAAATATAAGATTAGACTGTTTACTTTTA 

TatI 
Bce83I j 

I I 

GTAAAATCTGAGTTCAGTGTATCTAAGCTGCTTTACAATTTTTTTTCAATGCTGTACTAC 

1801 + + + + + + I860 

CATTTTAGACTCAAGTCACATAGATTCGACGAAATGTTAAAAAAAAGTTACGACATGATG 

Apol 

Dral | Seal 
Smll Swal j TatI | 

II! II 

TGTCTCAAGATTTAAATTTTAATGCAGAGTACTTTATTGGTGTGAGGCACACAGGTAAGA 
1861 + + + + + + 1920 



ACAGAGTTCTAAATTTAAAATTACGTCTCATGAAATAACCACACTCCGTGTGTCCATTCT 



Hindi Apol Dral 

I I I 

AGAAATGTCAACATTAAATGTATGACTTACTTGGTACAAAAATTTTTTAAAAAGGGAACT 

1921 + + + + + + 1980 

TCTTTACAGTTGTAATTTACATACTGAATGAACCATGTTTTTAAAAAATTTTTCCCTTGA 

Tthlllll 
Bce83I Smll| 

I II 

ACCTTGACATTGTGTATTAAATGTTTACCTAAGACTATAATCTCAAGTATGATGTTTGTT 

1981 + + + + + + 2040 

TGGAACTGTAACACATAATTTACAAATGGATTCTGATATTAGAGTTCATACTACAAACAA 

BtsI 
HaelV 

Apol Hin4I 

I I 
TAACATATACCTCTCAAAATTTATCACCACTCAATGACACTGCATCAAAATTGACTATAA 

2041 : + + + + + + 2100 

ATTGTATATGGAGAGTTTTAAATAGTGGTGAGTTACTGTGACGTAGTTTTAACTGATATT 

Sspl Sspl 

I I 
AACTAATTCAAGAAATATTTATATATATTTTTTAATATACAAAAAATATTTAGCCTGATG 

2101 + + + + + + 2160 

TTGATTAAGTTCTTTATAAATATATATAAAAAATTATATGTTTTTTATAAATCGGACTAC 

Tthlllll 
I 

GAATGGCTTTCCTTTTCAAACATTATTTTCTAAGTTTCTATACAAATGAAATCTTTACCT 

2161 + + + + + + 2220 

CTTACCGAAAGGAAAAGTTTGTAATAAAAGATTCAAAGATATGTTTACTTTAGAAATGGA 

MslI 

Vspl Sfcl 

I I 
CTGCATATTAATGAGCCTTGCCATAATTACTGTAGAGTGGCTTTTCAAAGATATTTTGTT 

2221 + + + + + + 2280 

GACGTATAATTACTCGGAACGGTATTAATGACATCTCACCGAAAAGTTTCTATAAAACAA 

Earl 
Sapl 
1 

GCACTAAAACTGTGGTAGTAAACTCAGTGAACATGATGTGTGGAAGAGCATAATTAGCTG 

2281 + + +■ + + + 2340 

CGTGATTTTGACACCATCATTTGAGTCACTTGTACTACACACCTTCTCGTATTAATCGAC 

Sspl BspMI 

I I 
GTCAATATTTTTGTCCAAAATACCTGCAAGAGTAATAAAATACATACCTTTCAAACATGA 

2341 + + + + + + 2400 

CAGTTATAAAAACAGGTTTTATGGACGTTCTCATTATTTTATGTATGGAAAGTTTGTACT 



Tthlllll 
I 

TAATTATTAGTTTTTTTTTTCCTTTCTGGAACATGGATTTTGGTACATTAGCAGTAGCCT 

2401 + + + + + + 2460 

ATTAATAATCAAAAAAAAAAGGAAAGACCTTGTACCTAAAACCATGTAATCGTCATCGGA 

TATTTTAATGCTTTATGTCCTAAACATACTAATAGAAATGAAAAGACGCAGAGAGAGCAT 

2461 + + + + + + 2520 

ATAAAATTACGAAATACAGGATTTGTATGATTATCTTTACTTTTCTGCGTCTCTCTCGTA 

Spel 
Seal j 

TatI | | EcoS7I Sfcl Apol 

Ml I II 

TTCGGAATACTGAAGTACTAGTTTTAGAAATGAGACTTTCAGCCAACAATCTATAGAAAG 

2521 + + + + + + 2580 

AAGCCTTATGACTTCATGATCAAAATCTTTACTCTGAAAGTCGGTTGTTAGATATCTTTC 

BsrGI 
TatI 
I 

AATTTTATGGACCATCTTGTTTTAGTTATTTAATGTTGATGTTGTTCAAATGGGTAAATG 

2581 + + + + + + 2640 

TTAAAATACCTGGTAGAACAAAATCAATAAATTACAACTACAACAAGTTTACCCATTTAC 

Apol 
I 

TACAGAAAGAAAATTTTAGAGTAAACTTGGAACTTTGGATATAACTAGAAAAAACTAGAT 

2641 + + + + + + 2700 

ATGTCTTTCTTTTAAAATCTCATTTGAACCTTGAAACCTATATTGATCTTTTTTGATCTA 

BsmI 
I 

TATAGAATTAGTCGGTAACACTTGCTAATGGACATTGGCATTCATCTCCTTTTTCCTCCT 

2701 + + + + + + 2760 

ATATCTTAATCAGCCATTGTGAACGATTACCTGTAACCGTAAGTAGAGGAAAAAGGAGGA 



AAGTGTATGTATGTGTTTTAAGATTTCTGTTTTTACGATTAAAACTGGAAACATGAGGTT 

2761 + + + + + + 2820 

TTC ACATACATACAC AAAATTCTAAAGAC AAAAATGC T AATTTTG AC CTTTGT ACTCC AA 

TTTTGTTTTTGTTTTTTT AC AT AATTACATATATTC C TTCTGAATC ATTTATCTTTTG AG 

2821 + + +- + + + 2880 

AAAACAAAAACAAAAAAATGTATTAATGTATATAAGGAAGACTTAGTAAATAGAAAACTC 

Tthlllll Sfcl 

I I 
AAAGAAATGTTACCTAAACTTCAAATGTGCTTTTTGTTTGTGAGGTAATTAAATTGCTTC 

2881 + + + + + + 2940 

TTTCTTTACAATGGATTTGAAGTTTACACGAAAAACAAACACTCCATTAATTTAACGAAG 



TACAGTGGAGGCTTACAAAATTATTGTGACAACTATTTTGAAGCTGAAAGGATAGTTTTT 

2941 + + + + + + 3000 

ATGTCACCTCCGAATGTTTTAATAACACTGTTGATAAAACTTCGACTTTCCTATCAAAAA 



CTATTGCTAAGTCATTTGAAAAAGTGACCATTTTGCCAGTGAAATGAAGTGGAAGTTAGT 

3001 + + + + + + 3060 

GATAACGATTCAGTAAACTTTTTCACTGGTAAAACGGTCACTTTACTTCACCTTCAATCA 

AGGAGAATCATAAATTAAATATATTATTTTGTTAATAAAAAGGCAAAGTAGTAGGTACTT 

3061 + + + + + + 3120 

TCCTCTTAGTATTTAATTTATATAATAAAACAATTATTTTTCCGTTTCATCATCCATGAA 



Dral 



Sspl 



Apol 
EcoRI 
BsiEI 
Eael 
EagI 
Gdill 
Not I 
MspAll| 



TTTAAACCCTCCCAACCAGCCCTTTCTCAATATTCATCAAATCTAAAACAGCGGCCGCGA 

3121 + + + + + + 3180 

AAATTTGGGAGGGTTGGTCGGGAAAGAGTTATAAGTAGTTTAGATTTTGTCGCCGGCGCT 



ATTCAGC 

3181 3187 

TAAGTCG 



Enzymes that do cut : 
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Alol 


AlwNI 


Apol 


Bell 


Bglll 


Bmrl 


BplI 


BsaHI 


BsaXI 


Bsbl 


BseRI 


BspGI 


BspLUllI 


BspMI 


BsrDI 


DrdI 


DrdI I 


Eael 


EagI 


Hael 


HaelV 


Hin4I 


Hindi 


Muni 


Not I 


Nspl 


PstI 


SnaBI 


Spel 


Sspl 


Styl 


Vspl 


Xcml 






Enzymes that do not 


Cut : 




Aarl 


Aatll 


AccI 


Acelll 


ApaLI 


AscI 


Aval 


Avrll 


BciVI 


Bgll 


Bmgl 


Bpull02I 


BsiHKAI 


BsmBI 


BspEI 


BsrBI 


BstDSI 


BstEII 


BstXI 


BstZ17I 


Eco47III 


ECONI 


ECO0109I 


ECORV 


Hpal 


Kpnl 


Mlul 


MSCl 


Nhel 


Nrul 


Nsil 


NspV 


Pmel 


Pmll 


Ppil 


PshAI 


RleAI 


RsrII 


SacI 


SacII 


Sfil 


Sgf I 


SgrAI 


Smal 


SunI 


Tthllll 


Xbal 


Xhol 



BanI 


BanI I 


Bbsl 


Bce83I 


Bpml 


BpulOI 


BsaAI 


BsaBI 


BsiEI 


BsmI 


Bsp24I 


Bspl286I 


BsrGI 


BstYI 


BtsI 


Dral 


Earl 


Eco57I 


EcoRI 


Gdill 


iindlll 


Mmel 


MslI 


MspAlI 


Sap I 


Seal 


sfel 


Smll 


Swal 


Taqll 


Tat I 


Tthlllll 


Acll 


Aflll 


Ahdl 


Apal 


Bael 


BamHI 


BbvCI 


Bcgl 


Bsal 


BsaWI 


BseSI 


Bsgl 


BsrFI 


BssHII 


BssSI 


BstAPI 


Bsu36I 


Clal 


Drain 


Ecil 


Fsel 


Fspl 


Haell 


HgiEII 


Narl 


Ncol 


Ndel 


NgoAIV 


Pad 


Pf 111081 


Pf 1MI 


PinAI 


Psp5II 


Pvul 


Pvul I 


Real 


Sail 


SanDI 


Sbfl 


SexAI 


SphI 


Srf I 


Sse8647I 


StuI 



Xmnl 



